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The Odorant-Binding Protein obp11 Gene Shows Different Spatiotemporal Roles in the 
Olfactory System of Apis mellifera ligustica and Apis cerana cerana 
HX Zhao1,2, YX Luo2, JH Lee3, XF Zhang2, Q Liang3, XN Zeng1
Introduction
For social insects such as the honeybee, olfactory 
language plays a critical role in colony life, with important 
functional roles for work within and outside of the hive. Ac-
cording to honeybee biology, newly emerged bees are de-
velopmentally immature (Calderone, 1998), and they join a 
caste that mainly cleans cells while awaiting functional ma-
turity (Winston, 1987). From the ages of 4-12 days (Seeley, 
1982), the nursing caste feeds larvae or the queen for about 
1 week (Seeley, 1979). Middle-aged bees (12-21 days old) 
build and maintain the nest, and receive and process nectar 
(Johnson, 2003, 2008a). After 21 days, workers initiate tasks 
outside of the nest (foraging nectar and pollen, scouting, de-
fending) (Seeley, 1995; Seeley & Visscher, 2004; Beekman 
et al., 2006; Visscher, 2007). These behaviors are correlated 
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Odorant-binding proteins participate in the olfactory system of the honeybee. Apis 
mellifera ligustica and Apis cerana cerana are species of honeybee that have different 
biological functions. The two species have diversified olfactory systems, with A. cerana 
displaying sensitive olfactory involvement in collecting nectar and pollen from small 
plants; and A. mellifera collecting from large nectariferous plants. We hypothesized 
that, given this difference in biological activity, the obp11 genes of A. mellifera and A. 
cerana may show different olfactory expression patterns. We cloned and sequenced the 
obp11 genes from A. mellifera (Amobp11) and A. cerana (Acobp11). Using quantitative 
real-time PCR, we demonstrated that nurse workers, which have the highest olfactory 
sensitivity in the A. mellifera hive, have the highest expression of the Amobp11 gene; 
whereas 1-day- emerged workers, which have the lowest olfactory sensitivity, have cor-
respondingly low expression. However, the highest expression of the Acobp11 gene is 
observed for foragers, which display the highest olfactory sensitivity in the A. cerana po-
pulation. The OBP11 protein from the two species is highly conserved, with an apparent 
molecular weight and predicted extracellular localization that is similar to other OBP 
proteins. The expression of the obp11 gene in A. mellifera and A. cerana correlates with 
the different roles of the olfactory system for the two different species. These findings 
support the critical role of odorant-binding proteins in the honeybee olfactory system. 
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with the function of the olfactory system, which mediates 
volatile signals to workers, as opposed to contact perception 
(Maisonnasse, 2010). Moritz and Crewe suggested that the 
queen emits volatile pheromones to inhibit new queens or the 
ovary development of workers (Moritz & Crewe, 1991).
Honeybees have been observed as a model for the in-
sect olfactory system (Vanesa, 2009). The odorant-binding 
proteins (OBPs) of honeybees are the main functional pro-
teins in the olfactory system. OBPs recognize and distinguish 
volatile compounds and then transport these compounds to 
olfactory receptors. Honeybee OBPs are small, water solu-
ble molecules, which are expressed as abundant extracellular 
proteins. The genome of the honeybee (Honeybee Genome 
Sequencing Consortium, 2006) contains 21 genes encoding 
OBPs (Forêt & Maleszka, 2006), each gene with a markedly 
different expression pattern. Most of the OBPs are restricted 
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to olfactory tissues, with particularly high expression in the 
antenna, while the obp11 gene is expressed exclusively in the 
antenna of adult bees (Francesca et al., 2010).
Apis cerana cerana Fabricius (A. cerana), is an im-
portant local species in China. A. cerana has a keen olfactory 
ability, foraging small and dispersed nectariferous plants, de-
fending strongly against ectoparasitic V. destructor and chalk-
brood disease, and providing tolerance for low environmen-
tal temperatures (Sarah et al., 2010). On the other hand, Apis 
mellifera ligustica Spinola (A. mellifera) belongs to a species 
of honeybee that mainly forages large nectariferous plant and 
produces a number of bee products (royal jelly, pollen, propo-
lis, etc). A. mellifera is easily infected with Varroa destructor 
and chalkbrood disease. While A. cerana and A. mellifera are 
two important honeybee species that exhibit long-term evolu-
tionary divergence (Qiu et al., 2012), the colonies of A. cerana 
suffer less damage than those of A. mellifera from parasites and 
chalkbrood disease. Because of its sensitive olfactory system, 
A. cerana recognizes and distinguishes dummy larvae more 
efficiently than A. mellifera. However, to our knowledge, there 
have been few direct comparisons between the molecular me-
chanisms of olfactory sensing of the two species. Therefore, 
in this study, experimentation was performed to compare the 
obp11 genes of A. cerana and A. mellifera at the molecular le-
vel. We examined whether the obp11 gene expression pattern 
correlates with the different roles of the olfactory system in A. 
mellifera and A. cerana, thus providing a molecular basis for 
the differences in behavior of the two species. Based on our 
findings, we propose that the obp11 gene expression patterns 
vary according to the divergent evolutionary behavior of two 
species.
Material and Methods
Samples collection
A. mellifera and A. cerana were fed in an experimental 
apiary of bee science at the College of Bee Science of Fujian 
Agriculture and Forestry University during the spring of 2011-
2012. Individual insects were collected within 24h of emergen-
ce, marked with enamel paint on the thorax to identify them 
by age, and then introduced into the same healthy colony. 
When appropriate, antennae were harvested from A. mellifera 
and A. cerana. The samples were first collected into Trizol re-
agent and then stored at -70oC until use.
Total RNA extraction and cDNA synthesis
Total RNA was extracted from the antennae of sampled 
bees using Trizol reagent according to the manual’s protocol 
(Invitrogen, USA). Subsequently, cDNA was synthesized 
using the Promega RT-PCR System according to the manual’s 
protocol(Promega, USA). 
Obp11 gene cloning and expression
The primers used for amplifying the obp11 gene from 
A. mellifera and A. cerana were designed using Primer Pri-
mer 5.0 (Table 1). PCR was performed using the following 
program: denaturation at 94ºC for 1 min; 35 cycles of 94ºC 
for 40 s, annealing at 57ºC for 50 s, and extension at 72ºC for 
50 min; and a final extension at 72ºC for 7 min. PCR products 
were cloned into pGEM-T vector (Promega, USA) and trans-
formed into E. coli DH5α. Positive colonies were selected by 
identification with the restriction endonucleases EcoR I and 
Xhol I, and then the obp11 gene fragments were purified using 
a Gel Extraction Kit (Sangon, Shanghai) and cloned into pET-
28a vector, which was digested with the same restriction en-
donucleases, to construct recombinant expression plasmids 
pET-28a-Amobp11 and pET-28a-Acobp11. We used IPTG to 
induce expression of recombinant proteins in E. coli.
Primer Sense and antisense sequences (5′–3′) Purpose
Aobp11
GAATTCATGAAAGCAGCAGAAATTTG / 
CTCGAGTCACGGAGCAATAAACGCTA 
cDNA isolation (reverse 
transcriptase PCR)
Bobp11
TCTCGTTTATGGGGAAATCAGCGAT / 
TCCGTATTCCGTAGCTTCGACATCC
Expression analysis 
(Real-time PCR)
β-Actin
TGCCAACACTGTCCTTTCTG / 
AGAATTGACCCACCAATCCA
Internal control
Table 1. Oligonucleotide primers used for isolation and expression 
analysis of odorant-binding proteins of Apis mellifera ligustica and 
Apis cerana cerana
Real-time PCR (RT-PCR) 
Antennae were separately collected at 1, 4, 10, 15, 
20, 25 and 30 days of age, and total RNA was extracted and 
reverse transcribed to synthesize cDNA, in accordance with 
the Promega manual. Samples were stored at -70ºC until use. 
Real-time PCR was performed using the Applied Biosystems 
StepOnePlus Real-Time PCR System with SYBR Green dye 
(Promega) in 96-well plates (ABI, USA). Relative quantifi-
cation analysis was performed according to cycle threshold 
values (CT) generated from the Promega GoTaq 2-Step RT-
qPCR system (Promega, USA). Standard curves were pre-
pared using a purified PCR product for the obp11 and β-actin 
genes. For each experiment, the endogenous β-actin g gene 
was analyzed in triplicate (internal control, Shu et al., 2011) 
with a non-template reaction (negative control) and a water 
only reaction (blank control). Relative quantification analy-
sis was performed using the comparative standard method 
(Schefe et al., 2006).
Statistical analysis
Quantitative data are presented as mean ± standard de-
viation (SD) for real-time PCR experiments. One-way ANOVA 
(SPSS 17.0 Statistical software) was used to analyze the dif-
ferent expression pattern of each gene at different ages. 
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Fig. 1 Analysis of the sequences of the Amobp11 and Acobp11 genes. A-Alignment of the Amobp11 and Acobp11 nucleic acid sequences. 
Divergent nucleic acid sequences are circled. B-Alignment of the deduced AmOBP11 and AcOBP11 protein sequences. Divergent amino 
acid sequences are circled. C-Alignment the CDS protein sequences of 12OBPs (1-11 and 13) and AmOBP11 and AcOBP11. The conserved 
cysteine residues in this alignment are shaded in dark.   
Results 
Sequence analysis of the Amobp11 and Acobp11 genes
To characterize the Amobp11 and Acobp11 genes, a 432 bp 
open reading frame was amplified and sequenced. The Amobp11 
and Acobp11 genes have many similar characteristics with about 
99.31% identity (Fig. 1A).
The Amobp11 gene encodes a 144 amino acid protein 
that contains a 23 amino acid hydrophobic signal peptide at the 
N-terminus. The software SignalP 4.0 (Petersen et al., 2011) 
predicted a molecular weight of 16.6 kDa and a pI of 5.06. The 
Acobp11 gene encodes a 138 amino acid protein that has a pre-
dicted molecular weight of 16.2 kDa and a predicted pI of 4.95 
(http://web.expasy.org/cgi-bin/protparam/protparam). The de-
duced amino acid sequences of AmOBP11 and AcOBP11 were 
aligned using DNAMAN software (Fig.1B). The alignment 
shows that the two sequences vary in sequence at the C-termi-
nus, which is truncated by 6 cysteine residues for AcOBP11. 
Using TMHMM2.0 posterior probabilities for sequences out-
side the transmembrane, AmOBP11 and AcOBP11, like the 
other OBPs, are predicted to be extracellular proteins. Ac-
cording to the Kyte and Doolittle method, AmOBP11 and 
AcOBP11 are hydrophilic in property; however, these pro-
teins have some aliphatic amino acids, with an aliphatic in-
dex of 81.88 for AcOBP11 and 83.15 for AmOBP11, as well 
as four region of lipophilicity (http://web.expasy.org/prot-
param/). Compared with 12 OBPs (1-11and 13), AmOBP11 
and AcOBP11 have six conserved cysteine residues, which 
are shaded in dark (Fig. 1C).
Heterologous expression of the Amobp5 and Acobp5 gene 
We cloned the Amobp11 and Acobp11 genes into plas-
mids, as verified by digestion with the restriction endonucleases 
EcoR I and Xhol I. Subsequently, cohesive termini of the tar-
get gene were inserted into the expression vector pET-28a 
and transformed into E. coli BL21/Rosetta competent cells. 
Finally, we used 1 mM IPTG to induce Amobp11 and Acobp11 
gene expression. The electrophoretic bands corresponding to 
recombinant OBP11 protein from pET-28a-Amobp11-E.coli 
Rosetta (AmOBP11) and pET-28a-Amobp11-E.coli Rosetta 
(AcOBP11) were verified to be approximately 16 kDa on a 
12% SDS-PAGE gel (Fig.2). We used ultrasonic energy to 
release AmOBP11 and AcOBP11 protein, which formed an 
insoluble inclusion body.
Expression profiling of Amobp11 and Acobp11 genes by real-
time PCR
To further characterize the functions of the respective 
obp11 genes in each species of honeybee, we used real-time 
PCR to quantitatively assess expression levels. The PCR am-
plification efficiency for the obp11 gene was 94.8% (slope = 
-3.453). The efficiency for the β-actin gene was 96.4% (slope 
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Fig. 2 SDS-PAGE analysis of recombinant AmOBP11 (A) and 
AcOBP11 (B). A: Lane M: Protein molecular weight marker; Lane 1: 
pET-28a+E.coli Rosetta; Lane 2: pET-28a-Acobp11+E.coli Rosetta 
without IPTG to induce expression; Lanes 3-5: pET-28a-Acobp11+E.
coli Rosetta induced with IPTG; Lane 6-7: pET-28a-Amobp11 
+E.coli Rosetta induced with IPTG; Lane 8: pET-28a-Amobp11+E.
coli Rosetta without IPTG; Lane 9: E.coli Rosetta; Lane 10: pET-28-
a+E.coli Rosetta. Arrows show the OBP11 expression proteins.
Fig.3 Amobp11 gene expression levels in Apis mellifera ligustica an-
tennae across seven ages determined by qRT-PCR Expression levels 
of the Amobp11 gene were calculated relative to the control ß-actin 
gene using the standard curve method. Bars on each column represent 
SD for three independent experiments. The Amobp11 gene expres-
sion levels in 10-day-old and 15-day-old workers were significantly 
higher than others ages (F=5.269, P<0.01, n=3), and expression of 
the Amobp11 gene in 1-day-old workers was the lowest. There were 
no significant differences between expression in 10-day-old and 15-
day-old workers, or others days workers (Duncan’ ANOVA test). 
= -3.412). This indicates that the relative standard curve method 
for real-time PCR analysis with SYBR Green dye is experi-
mentally suitable. The transcript abundance was calculated 
based on the difference in threshold cycle (Ct) values between 
the obp11 and β-actin gene transcripts.
The Amobp11 gene demonstrated the highest expres-
sion in the antennae of 10-day-old and 15-day-old workers, with 
nearly 200-fold increase. Other days presented relatively lower 
expression (Fig.3). In contrast, the Acobp11 gene demonstrated 
expression that was low at 1 day with a slight increase up to 20 
days. The highest expression was observed in 25-day-old and 
30-day-old workers, which demonstrated approximately 9- to 
12-fold increase in expression as compared to 1-day-old workers 
(Fig.4).
Fig.4 Acobp11 gene expression levels in Apis cerana cerana anten-
nae across seven ages determined by qRT-PCR expression levels of 
the Acobp11 gene were calculated relative to the control ß-actin gene 
using the standard curve method. Bars on each column represent 
SD for three independent experiments. The Acobp11 gene expres-
sion levels in 25-day-old and 30-day-old workers were significantly 
higher than others ages (F=6.507, P<0.01, n=3), and expression of 
the Acobp11 gene in 1-day-old workers was the lowest. There were 
no significant differences between expression in 25-day-old and 30-
day-old workers, or between expression in 30-day-old and 10-day-
old workers (Duncan’ ANOVA test). 
Discussion
In this study, we cloned and identified the Acobp11 
and Amobp11 genes. Based on our sequence analysis, we 
concluded that the obp11 genes of the two species have high 
similarity. The predicted protein sequences of AmOBP11 and 
AcOBP11 are conserved throughout the molecule, with the 
exception of one internal residue and six residues at the c-
terminus. Furthermore, hydrophobicity analysis suggests that, 
similar to other honeybee OBPs, AmOBP11 and AcOBP11 
are extracellular proteins. We heterologously expressed the 
Amobp11 and Acobp11 genes in E. coli and demonstrated an 
apparent molecular mass that agrees with the predicted values 
for the native honeybee proteins. 
As a social insect, the foragers of A. mellifera seek 
large nectariferous plants, while the A. cerana foragers seek 
small and dispersed nectariferous plants. Therefore, the diver-
gent behavior of A. mellifera and A. cerana foragers suggests 
a diversity of olfactory function. Based on this diversity, we 
proposed that the expression of the obp11 gene may differ for 
A. mellifera and A. cerana. Previously, Forêt and Maleszka 
(2006) indicated that the obp11 gene is expressed exclusive-
ly in the antennae of adult bees; thus, we collected different 
aged workers’ antennae to analyze developmental variations 
in obp11 gene expression. Varying expression patterns of the 
obp11 gene in the life cycle of each species could lead to dif-
ferent behaviors within and outside of the colony.
Both Amobp11 and Acobp11 genes showed the lowest 
expression levels in 1-day-old workers. Winston (1987) and 
Calderone (1998) reported that newly emerged bees cannot 
fly or sting, and thus are developmentally immature (Winston, 
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1987; Calderone, 1998). Therefore, the low expression of the 
obp11 gene in the 1-day-old workers of both species correlates 
with reduced olfactory function. Olfactory sensing for the two 
species is closely correlated with the function of the obp11 gene.
Our results demonstrate that the developmental and 
temporal expression profile of the Amobp11 and Acobp11 
genes differs in the time and extent of induction after the first 
day of emergence. For A. mellifera, the obp11 gene expres-
sion peaks at 10 to 15 days of age in workers, with nearly 
200-fold higher expression than at others ages; whereas for 
A. cerana, the obp11 gene, expression rises gradually with the 
highest expression in the 25-day-old workers. The different 
peaks of expression for the two species correlate with diffe-
rent behavioral functions in the life cycle of the honeybee. 
For most honeybee species, 10-day-old workers feed larvae, 
while 12- to 21-day-old workers build and store and process 
food. At the peak of Amobp11 gene expression (10 and 15 
days old workers), the honeybees perform nurse-tasks, begin 
to secrete beeswax, and work to clean within the hive. While 
performing these in-hive tasks, the 10- to 15-day-old workers 
are attracted by brood pheromones. For this reason, we pro-
pose that the Amobp11 gene expression in the olfactory sys-
tem is correlated with nursing tasks.
On the other hand, at the peak of Acobp11 expression 
(25 days of age) most worker bees begin to forage for nectar 
and pollen (Johnson, 2008b, 2010). The later peak of Acobp11 
expression is similar to that of Acer-ASP2 (antenna special 
protein), which is expressed more highly in 27-day-old workers 
than at other ages (Lee et al., 2008). Acer-ASP2 is related to 
odorant sensors that function in the collection of certain nec-
tars and pollens (Danty et al., 1997; Li, et al., 2008). There-
fore, we propose that the Acobp11 gene has a similar function 
in out-hive foraging, and that the difference in the temporal 
expression of the Amobp11 and Acobp11 genes might suggest 
different functional outcomes in sensing the intention of the 
OBP11 proteins for the two species.  
The differences in the levels of induction of the Amobp11 
and Acobp11 genes also may be indicative of diffe-rent func-
tions. The Amobp11 gene is induced nearly 200-fold at 10-
day-old workers, while the Acobp11 gene is induced approxi-
mately 5-fold in 10-day-old workers; and 10- to 12-fold at its 
peak induction in 25 to 30-day-old workers. Further experiments 
are needed to assess why obvious expression differences of 
the Amobp11 and Acobp11 genes, and the obp11 gene show 
different roles in the olfactory system of A. mellifera and A. 
cerana.
The olfactory stimuli that motivate honeybees may 
come from outside the hive or from within the hive, and dif-
fering exposure to each of these stimuli would undoubtedly 
have a profound effect, which is consistent with the OBP ex-
pression and may determine the behavior of the honeybee. 
The olfactory system within the hive functions to motivate 
workers to perform different tasks based on the age of larvae 
(Le Conte, 2001, 2008; Maisonnasse, 2009). Larvae of dif-
ferent ages emit volatile compounds to adjust the behavior 
of the honeybees. Young larvae emit E-ß-ocimene, a highly 
volatile pheromone that is dispersed within the colony to ac-
celerate forage behavior of in-hive workers by the olfactory 
system (Maisonnasse, 2010). Brood ester pheromones moti-
vate older workers to take care of the brood (Slessor, 2005; 
Pankiw, 2007; Peters, 2010). Newly emerging bees engage 
in some nursing behaviors too, whereas the others ages, such 
as middle-aged and 12-21 days old workers do not engage 
in nursing behavior (Ben-Shahar et al., 2002; Ben-Shahar, 
2005). Meanwhile, E-ß-ocimene is one of the monoterpene 
volatile organic compounds, which is emited by larvae to 
engage workers in nursing tasks. During the process of per-
forming nursing tasks, OBPs play an important role in the 
olfactory system of the honeybee. OBPs assist E-ß-ocimene 
to transfer to the olfactory receptor, which elicits the corre-
sponding behavior. The Amobp11 gene belongs to one of the 
main antennae OBPs, The 10- to 15-day-old workers have the 
highest expression of Amobp11 gene. Thus, we propose that the 
high Amobp11 gene expression of 10- to 15-day-old workers is 
correlated with sensitive olfactory reception of volatile brood 
compounds, which might encourage them to engage in nursing 
behaviors (Maisonnasse, 2009). 
On the other hand, because the peak of Acobp11 gene 
expression is in the foraging stage, it is likely that the func-
tion of this obp11 gene for A. cerana is more highly evolved 
to respond to a different set of olfactory stimuli, which are 
encountered outside of the hive. The olfactory system of A. 
cerana is known to be more sensitive than that of A. mellifera, 
especially in regards to the collection of honey and pollen. 
Therefore, it is likely that the OBP11 proteins of these two 
species might performing in the response to different sources 
of stimuli to determine the differing behavior of these two 
species at different stages. We conclude that the spatiotempo-
ral expression patterns of the obp11 gene in A. mellifera and 
A. cerana suggests that this gene plays different roles in the 
olfactory sensitivity of workers.
 
Conclusions
We demonstrated that the nurse workers, which have 
the highest olfactory sensitivity in the A. mellifera colony, have 
the highest expression of Amobp11 gene; whereas 1-day-old 
workers, which have lowest olfactory sensitivity, have corre-
spondingly low expression. However, the highest expression 
of Acobp11 gene is observed for foragers, which display the 
highest olfactory sensitivity in the A. cerana population.
Acknowledgments
This work was supported by projects of the modern bees 
industrial technology system (CARS-45-KXJ-7 and CARS-45-
SYZ-12) from the Ministry of Agriculture of China and project 
of the insect behavior research (GJHZ1140) from the Depart-
ment of Education of Guangdong Province.
HX Zhao et al.  - Different Spatiotemporal Roles in the Olfactory System of Honey Bees434
References
Beekman M., Fathke RL. & Seeley TD. (2006). How does 
an informed minority of scouts guide a honeybee swarm as it 
flies to its new home. An. Behav., 71: 161-171.
Ben-Shahar Y. (2005). The foraging gene, behavioral plastic-
ity, and honeybee division of labor. J. Compar. Physiol. A, 
191: 987-994.
Ben-Shahar Y., Robichon A., Sokolowski MB. & Robinson 
GE. (2002). Influence of gene action across different time 
scales on behavior. Science, 296: 741-744. 
Calderone NW. (1998). Proximate mechanisms of age poly-
ethism in the honey bee, Apis mellifera L. Apidologie, 29: 
127-158. 
Danty E., Michard-vanhee C., Huet JC., Genecque E., Per-
nollet JC. & Masson C. (1997). Biochemical characterization, 
molecular cloning and localization of a putative odorant-bind-
ing protein in the honey bee Apis mellifera L. (Hymenoptera: 
Apidea). FEBS Lett., 414: 595-598.
Forêt S. & Maleszka R. (2006). Function and evolution of a 
gene family encoding odorant binding-like proteins in a social 
insect, the honey bee (Apis mellifera). Gen. Res., 16: 1404-
1413.
Francesca RD., Immacolata I. & Antonio F. (2010). Mapping 
the Expression of Soluble Olfactory Proteins in the Honey-
bee. J. Prot. Res., 9, 1822-1833.
Ferguson AW. & Free JB. (1980). Queen pheromone transfer 
within honeybee colonies. Physiol. Entomol., 5, 359-366.
Honeybee Genome Sequencing Consortium. (2006). Insights 
into social insects from the genome of the honeybee Apis mel-
lifera. Nature, 443, 931-949. 
Johnson BR. (2003). Organization of work in the honeybee: a 
compromise between division of labour and behavioural flex-
ibility. Proc. Roy. Soc. London. B Biol., 270: 147-152.
Johnson BR. (2008a). Global information sampling in the 
honey bee. Naturwissensch-aften, 95: 523-530.
Johnson BR. (2008b). Within-nest temporal polyethism in the 
honeybee. Behav. Ecol. Sociobiol., 62: 777-784.
Johnson BR. (2010). Division of labor in honeybees: form, func-
tion, and proximate mechanisms. Behav. Ecol. Sociobiol. 64: 
305-316. 
Le Conte Y, Mohammedi A. & Robinson GE. (2001). Primer 
effects of a brood pheromone on honeybee behavioural devel-
opment. Proc. Roy. Soc. London. B Biol., 268: 163-168. 
Le Conte Y. & Hefetz A. (2008). Primer Pheromones in Social 
Hymenoptera. Annu. Rev. Entomol., 53: 523-542. 
Lee HL, Zhang YL, Gao QK, Cheng JA. & Lou BG. (2008). 
Molecular Identification of cDNA, Immunolocalization, and 
Expression of a Putative Odorant-Binding Protein from an 
Asian Honey Bee, Apis cerana cerana. J. Chem. Ecol., 34: 
1593-1601.
Masson C. & Arnold G. (1984). Ontogeny, maturation, and 
plasticity of the olfactory system in the worker bee. J. Insect 
Physiol., 30: 7-14.
Maisonnasse A, Lenoir JC, Costagliola G, Beslay D. &Cho-
teau F. (2009). A scientific note on E-β-ocimene, a new vola-
tile primer pheromone that inhibits worker ovary development 
in honey bees. Apidologie, 40: 562-564.  
Maisonnasse A, Lenoir JC, Beslay D, Crauser D. & Le Con-
te Y. (2010). E-β-ocimene, a Volatile Brood Pheromone In-
volved in Social Regulation in the Honey Bee Colony (Apis 
mellifera). PLoS ONE 5(10): e13531. doi: 10.1371/ journal. 
pone. 0013531.
Moritz RFA. & Crewe RM. 1991. The volatile emission of ho-
neybee queens(Apis mellifera L). Apidologie, 22, 205-212.
Pankiw T. (2007). Brood pheromone modulation of pollen fo-
rager turnaround time in the honey bee (Apis mellifera L.). J. 
Insect Beh., 20: 173-180.
Peters L, Zhu-Salzman K. & Pankiw T. (2010) Effect of pri-
mer pheromones and pollen diet on the food producing glands 
of worker honey bees (Apis mellifera L.). J. Insect Physiol., 
56: 132-137.
Petersen TN, Brunak S, Heijne GV. & Nielsen H. (2011). Sig-
nalP 4.0: discriminating signal peptides from transmembrane 
regions. Nature Methods, 8: 785-786.
Sarah E, Radloff F, Hepburn C, et al. (2010). Population 
structure and classification of Apis cerana. Apidologie, 41: 
589-601.
Qin QH, He XJ, Zeng ZJ, et al. (2012). Comparison of lear-
ning and memory of Apis cerana and Apis mellifera. The 
Journal of Comparative Physiology,198: 777-786.
Slessor KN., Winston ML. & Le Conte Y. (2005). Pheromone 
communication in the honeybee (Apis mellifera L.). J. Chem. 
Ecol., 31: 2731-2745.
Sarah E, Radloff R, Colleen H, et al. (2010). Population struc-
ture and classification of Apis cerana. Apidologie, 41: 589-
601. 
Seeley TD. (1982). Adaptive significance of the age polye-
thism schedule in honeybee colonies. Behav. Ecol. Sociobiol., 
11: 287-293.
Seeley TD. (1979). Queen substance dispersal by messenger 
workers in honeybee colonies. Behav. Ecol. Sociobiol., 5: 
391-415.
Seeley TD. (1995). The wisdom of the hive. Harvard Univer-
sity Press, Cambridge.
Seeley TD. & Visscher PK. (2004). Quorum sensing during 
Sociobiology 60(4): 429-435 (2013) 435
nest-site selection by honeybee swarms. Behav. Ecol. Socio-
biol., 56: 594-601. 
Vanesa M, Fernández, Andrés Arenas, Walter M. & Farina. 
(2009). Volatile exposure within the honeybee hive and its 
effect on olfactory discrimination. Compar. Physiol. A, 195: 
759-768.
Visscher PK. (2007). Group decision making in nest-site se-
lection among social insects. Annu. Rev. Entomol., 52: 255-
275.
Winston ML. (1987). The biology of the honey bee. Harvard 
University Press, Cambridge.
